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CLUSTAL W (1.B1) Multiple Sequence Alignments 



Sequence type explicitly set to DNA 
Sequence format ia PearBon 
Sequence 1 r SSQID_1 624 bp 

Sequence 2 i SEQID_3 513 bp 

Sequence 3: seqid_5 B3 7 bp 

Sequence 4 : SEQID_7 395 bp 

Sequence 5: SEQID_9 372 bp 

Start of Pairvise alignments 
Aligning . . . 



sequences 


(2:3) 


Aligned. 


Score: 


78 


Sequences 


(1:2) 


Aligned. 


score ? 


BO 


Sequences 


(4:S) 


Aligned. 


score : 


70 


Sequences 


(3:4) 


Aligned. 


Score : 


67 


Sequences 


<2:4) 


Aligned. 


Score : 


ee 


Sequences 


(3:5) 


Aligned . 


Score i 


78 


Sequences 


(2:5) 


Aligned. 


score: 


79 


Sequences 


(1:3) 


Aligned, 


Score : 


76 


Sequences 


(1:4) 


Aligned. 


Score : 


62 


Sequences 


(1:5) 


Aligned. 


Score t 


63 


Guide tree 




file created: 


I 



Start oC Multiple Alignment 
There are 4 groups 
Aligning. . . 

Qroup l.- sequences: 2 Score :51B2 

Group 2: Sequences: 2 Score: 7433 

Group 3: Sequences: 3 Score: 7603 

Qroup 4: Sequences: 5 Score: 4901 

Alignment score 20690 

CLUSTAL-Alignment file created [cluatalw. aln] 
CLUSTAL W (1.81) multiple sequence alignment: 



SEQIDJ7 
SEQID_9 
SEQID_1 
SEQID_3 
SEQID_5 



GTGAAGTACACAACCCTAGCTATAGCGGGTATTATTGCCTCGGCTGCCGCCCTCGCCCTC 
GTGAAQCCTACGGCTCTAGCCKTGGCTGGTATCATTGCCTCGGCTaCCGACCTCGCCCTG 
ATGAGGTACACGACCCTAGCTCTGGCCGGCATAGTGGCCTCGGCTGCCGCCCTCGCCCTG 



SEQID_7 - AGCTTCTACGCCACCGGCACAGCA 

SEQID_9 AGCTTCTACGCCACCGGCACAGCA 

SEQID_1 OTAGCAGGCTITCGCCACCACCCAGAGCCCCCTCAAa^GCTTCTAC^^ 
SBQID_3 CTAGCAGGCTTCGCCACCAC^CAGAGCC^GCTCAACAGCTTCTACGCCACCGGCACAGCA 
SEQID_5 CTAGCAGGCTTCGCCACGACCt^GAGCCCGCTAAGCAGCTTCTrACGCCACCGGCACAGC^ 

a**************** ****** 



SEQID_7 CAGGCAGTAAGCGAGCCAATAQACGTGGTAAGCAGCCTCGGTACG CTAAATACTGCC 

SEQID_9 QAGG CAAC AAGCGAGC CAATAGACGT TGTAAG CAAC CTTAACAC GGCC ATAGC C C CTG CT 
SEQID_1 CAGGCAGTAAGCGAGCCAATAGACGTAGAAAGCCACCT - - - CGGCAGCATAACCCCCGCA 
SEQID_3 GCCGCAACAAaCGAGCCAATAGACGTAGAGAGCCACCT- - - CAGCAGCATAGCCCCTGCT 
SEQID~5 CAAGCAGTAAG C Q AGCCAATAGACGTAGAGAG C C AC C T AGACAACAC CATAGC C C C TG C T 
*** ****************** • *** ** * *• 
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SEQID 7 GCTGGTG C AC AGGG TAAGCAGAC GCTAGGAGACAT AACAAT ATATG CGC ACAATGACGTG 

SBQID~9 GGCGOCOCCCAG<^CW}CGTGGG<^TAOOCAGCATAACAATAaAQAACAAQACTGACGTG 

6EQID1 GCCGGCGCACAGGGCAGTGACGACATAGGTTACGCAATAGTGTGGATAAAQGACCAGGTC 

SEQID 3 GCTGGCGCACAGGGCAGCCAGGACATAGGCTACTTCAACGTGACCGCCAAGGATCAAGTG 

SEQID~5 GCCGGTGCAC^GGGCTACAAGGACATGGGCTA(^TTAAGATAACTAACCAGT(^AAAGTT 

™ ** ** ** ***** ****** * * ** 



SEQID 7 AACATAACAAAGCTAAAGGTCACGCTTGCTAACOCTGCACAGCTAAGACCATACTTCAAG 
9EQID~9 AACGTTGTCAAGCTGAAGATAACCCTCGCCAACGCTGAGCAGCTAAAGCCCTACTTCGAC 
SEQID~1 AATGATGTAAAGCTGAAGGTGACCCTQCGTAACGCrrGAGCAGCTAAAGCCCTACTTCAAG 
S BQ ID_3 AACGTCACAAAGATAAAGGTGACCCTGGCTAACGCTGAGCAGCTAAAGCCCTACTTCAAG 
SEQID_5 AATGTAATAAAGCTGAAGGTGACTCTCGCTAACGCCGAGCAGCTAAAGCCCTACTTCGAC 
ft* *** * *** • *• ** ***** * ******* ** ****** * 



SEQID_7 TACCTGATAATAAAGCTAGTAAGCCTGGAC AGCAACGGCAACGAG 

SEQID 9 TACCTACAGATAGTGCTAAAGAQCGTTGAC- AGCAACGAGATCAAG 

SEQ ID~1 tacctacagatacagataacaagcggctatgagacgaacagcacagctctaggcaacttc 

SEQID~3 TACCTACAGATAGTGCTAAAGAGCG AGGTAGCT-- 

SEQID_5 TACCTACAGCTAGTACTCACAAGCAAC GCCACTGGCACC 

***** ** * *** * * * 



SEQID7 TCCGAGGAAAAGGGCATGATAACTCTATGGAAGCCTTACGCCGTGATAATACTAQACCAT 

SEQID 9 GCTG TGCTAAGCCTCGAGAAGCCCAGCGCAGTCATAATACTGGACAAC 

SEQID~1 AGCGAGACCAAGGCTGTGATAAGCCTCGACAACCCCAaCGCCGTGATAGTACTAGACAAG 
SEQID~3 GACGAGATCAAGGCCGTAATAAGCATAGACAAGCCTAGCGCCGTCATAATACTAGACAGC 
6 EQID^5 GACATGGTTAAGGCTGTGCTAAGCCTCGAGAAGCCTAQCGCAGTCATAATACTAGACAAC 

* •** * *» ** *** •• *** *••• •** 



SEQID_7 GAAGA ■ TTTC AACAACGACA 

SEQID~9 GAGGA-- CTTCCAG 

SEQID_1 GAGGATATAGCAGTGCTCTATCCGGACAAGACCGGTTACACAAACACTTCGATATGGGTA 

SHQID^i CAGGA CTTCQACAG 

SEQIE~5 GATGA" CTACGATAG 



SEQID_7 TC GACAATGACGGCAACAATGACGCCAAGATA AGG 

SEQID~9 GGCGGCGACAACCAGTGCCAGATA' -GAC 

SEQID1 C C CGGTG AAC C TO ACAAG ATAATTGT CT ACAACGAGACAAAGC CAGT AGCTATACTQAAC 

8EQID_3 r CAACAACAGAGCAAAGATA- - - - AGC 

SEQID~5 --CACTAACAAGATACAGCTA AAG 



SEQID_7 GTTGTAGCCTACTATGAGGCTAAGQAQGGTATGCT- - 

SEQID~9 GCCACOGCCTACTACGAGGCTAAGGAGGGTATGCTA 

SEQID_1 TT CAAG G C C TTCT ACGAGGCTAAOGAGGGT ATGCT ATT CGACAGC C T GC CAGTGATATT C 
SEQID_3 GC CACT G C CT ACTACGAGOCTAAGGAGGG CATG CT ATTC 3ACAG CCTAC C G C T AAT ATTC 
SEQID~5 GTAGAAGCCTACTATGArjGCrAAGGAGGGCATGCTATTCGACAGCCTACCAGTAATACTG 
**** *** ************** ***** 



SEQID_7 

SEQID^ 9 

SEQID_1 AACTTCCAGGTGCTACAAGTAGGCTAA ■- 

SEQID~3 AACATACAGGTGCTAAGCGTCAGCTAA - 

9BQID_5 AACTTCCAGGTACTGAGCGCCGCTTGCAGTCCCTTGTGGTGA 

( 
( 
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( 

SEQID_1: 0.13368, 
5EQID_3: 0.05931) 
: 0.04152, 
SEQID_5: 0.0 0657) 
:0. 03782, 
SEQIDJ7: 0.18976, 
SEQID 9:0.10325) ; 



CLUSTAL W (1.81) Multiple Sequence Alignments 



Sequence type explicitly set to Protein 
Sequence format ia Pearson 

ll SEQTD_2 207 aa 

SBQID_4 170 aa 

SEQID_6 17 B aa 

SEQID_8 131 aa 

Sequence 5: 3EQID_10 124 aa 

Start of Pairwise alignments 
Aligning. . . 



sequence 
Sequence 2 : 
Sequence 3 -, 
Sequence 4 : 



sequences 


(4:5) 


Aligned. 


Score i 


63 


sequences 


(2.3) 


Aligned. 


Score : 


70 


Sequences 


(3:4) 


Aligned. 


Score: 


54 


Sequences 


(2:4) 


Aligned. 


score: 


58 


Sequences 


(3:5) 


Aligned. 


score: 


68 


Sequences 


(2s5) 


Aligned- 


Score: 


70 


Sequences 


(1:2) 


Aligned. 


Score : 


72 


Sequences 


(1:3) 


Aligned. 


Score i 


65 


Sequences 


(1:4) 


Aligned. 


score i 


54 


Sequences 


(1:5) 


Aligned- 


Score : 


60 


Guide tree 




file created: 


I 



Start of Multiple Alignment 
Thare are 4 groups 
Aligning. . . 

Group 1: Sequences: 2 Score: 2421 

Group 2: Sequences: 3 score:234B 
Group 3 : Sequences .* 4 score : 1624 

Group 4: Sequences: 3 Score: 946 

Alignment Score 4564 

CLUSTAL- Alignment file created [clustalw.aln] 
CLUSTAL W (1.81) multiple sequence alignment 



SEQ ID_1 VKYTTLAIAGI 1ASAAALALLAGFATTQSPLNSPYATGTAQAVSEPIDVE SHLG - S ITPA 
SBQID3 VKPTALALAGI IASAADLALLAGFAT'FQSPLNSFYATGTAAATSEPXDVESHLS - S IAPA 
SEQID_S MHYTTIiAIiAGIVASAAAIALLAGPATTOSPLSSPYATGTAQAVSEPIDVESHLDNTIAPA 

SEQID~9 — - - - SPYATGTAEATSEPIDWSNLNTAIAPA 

SBQID_7 S F YATGTAQAVBEP IDWS SLG - TLNTA 

******** ♦ ****** * * * 
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SBQID_1 AOAQGSDDICTYATVWKDQVNDVKLXVTIJiOT 

SBQID_3 AC^i^SQOICTYyNVEAKIXJVNVTKllOmiANAEQLKPYF EVA 

SBQID_5 JWSAQOyKDMQVIKITOQSKVMVIlQjK\n7IANAEQLKPYPD'yLQLVLTSK ATGT 

SBQID_9 AGA<XJSVGIGSITlBlJKTDVNVVKLKITLANAEQLPCPYFDyLQXVLKaVD S 

SEQJD J7 AQAQGOCQTIKBITIYAHNDVMTTKLKVTIjANAAQLRPVFKYLIIKLVSIiD SNGNB 

SBQH>_1 SETKAVISLDNPSAVXVI^KEDIAVLY^DKWrnOT 

SEQU3~3 DBIKAVISIDKPSAVIILDSQDFDSKNSAKISAT 

SEQID_5 DMVKAVLSLEKPSAVIILDNDDVDSTNTClQIiKVB 

SEQID_9 NKIKAVLSLBKPSAVIILDNEDFQOODNQCQIDAT 

8BQIDJ7 SEEKOMITLWKPYAVHIiDHBDrNMDIDNDQNNDAKlR 

* . i 1 1 t 1 * ***:+* • * 

SEQID_1 FKAFYEAKEOMLFOSLPVIFOTQVLQVa 

8EQID_3 - - AYYBAKEOMLFD3LPLIFNIQVLSVS 

SEOID_5 --AYYBAKEGMLFDSLPVIIJIPOVLSAACSPLW 

SEQID_9 - -AYYEAKEGML 

SBQID_7 WAYYEAKEQM 

* . **»»**«• 

( 
( 

SEQID_1: 0.16476, 
SEQID~3--0.10583} 
■0.02956, 
SEQXr>_S:0.l562e, 

( 

SEQID_7:0. 23354, 
SEQID_9:0.12936) 
■0.04464) ; 
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